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Host DNA Depletion in Saliva Samples for Improved Shotgun Metagenomics. Methods in Molecular
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Current Opinion in Biotechnology, 2021, 67, 149-157. )

A comparison of DNA/RNA extraction protocols for high-throughput sequencing of microbial
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A multi-omics evaluation of the non-lesional skin surface identifies atopic dermatitis with food
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Quorum sensing between bacterial species on the skin protects against epidermal injury in atopic
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The nonlesional skin surface distinguishes atopic dermatitis with food allergy as a unique endotype.
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